GAP of : Molvrtpra.Uw check: 5951 -from: 1 to: 664 

; molvrt.pro = Murine MoLV Rev. Transcriptase nts 2598-4589 
; Translated from file MOLV.SEQ on 20-Jun-90 at 01:03 PM 
; Edited on 20~Jun-90 

; File written by program SEQ on 20-Jun-90 at 01:33 PM 
to: 6taqpolpro. Uw check: 7408 from: 1 to: 832 

Symbol comparison table: Gencored i sk : CGcgcore. Data. RundataHNwsgappep - Cmp 
CompCheck: 1254 

Bap Weight: 3-000 Average Match: 0,540 

Length Weight: 0-100 Average Mismatch: -0 U 396 

Quality: 220-3 Length: 849 

Ratio: 0-332 Gaps: 29 

Percent Similarity: 43..277 Percent Identity: 20.247 

Average quality based an 10 randomizations: 223.2 +/- 4.1 

Molvrtpro.Uw >: 6t aqpal pr a . Uw January 6, 1992 12:00 

1 TLNIEDEHRLHETSKEPDV3LGSTWLSDFPQAWAETGG 38 

t> • 1 n t ii I a -I a a a a 

h ■ l-lul a a « a I a — ■ a ■■■■ — — ■> « ■ 

1 MRGMLPLFEPKGRVLLVDGHHLAYRTFHALKGLTTSRGEPVQAVYGFAKS 50 
39 MGLAVRQ. u APL I I PLK ATSTPV S I KQYPMSQE ARLG I KPH I QRLLDQG I 36 

■ I n * a n •• I n - I I -I -II 

■ I . . n .. H t»...l.... n . . . 1 .. . . . t ....-■•I I. 

5 1 LLKALKEDGDA V I V VFDAKAPSFRHE AYGGYKAGRAPTPEDFPRQLAL I K i 00 
87 LVPCQSPWNTPLLPVKKPGTNDYRPVQDLREVNKRVED I HPT VP 130 

■ *!)■«« n ( ■ ■ i m \ m I I 

> «»llai.. t»-al-»l« t M . • 

101 E\ _ „ VDLLGLARLEVPGYEADDVLASLAKKAEKEGYEVRILTADK 143 

131 NPYNLLSGLPPSHQWYTVLDLKDAFFC- . . LRLHPTSQPL.FAFEWRDPEM 177 

-till ■ u II *»« !-.. I «ul 

« I • I I I . n t. lis ■>■»«■ t I. » «. ta I B f. I 1. ■ 

144 DLYQLLS DR I HVLHPEGyL I TPAWLWEKYGLRPDGWADYRALTG 187 

178 GISGQL7WTRLPQGFKNSPTLFDE. . . . ■ ALHRDLADFRIQHPDL ILLQY 222 

■ I u I - II I ... I I I « a I d . « I I n 
» ImbIm a b n I I u a a a I a a I II a a I a > mm II a 

' 188 DESDNLPGVK . G I GEKT ARKLLEEWGSLEALLKNLDRLKPA I REK I LAH - 235 

• - a * a ■ 

223 VDDLLLA ATSELDCQQGTR ALLQTL 247 

• I I I I I • ■ • I !!■« 

-1111- ala.aa.l .11. mm 

236 MDDLKLSWDLAKVRTDLPLEVDFAKRREPDRERLRAFLERLEFGSLLHEF 235 
243 GNLG YR ASAKKAQ I CQKQVKYLG YLL . - KEGQR- . WLTEARKETVMGQPT 293 

' ! » 1 ■■-!«•) tin -II a 

1 I" • ■ ■ • I a a a . . . a a I a a I 111* n .la I 

286 GLLESPKALEEAPWPPPEGAFVGFVLSRKEPMWADLLALAAARGGRVHRA 335 

* - * a s 

. 294 PKTPRQLREFLGTAGFCRLW I PGFAEMAAPLYPLTKTGTLFNWGPDQQKA 343 

I a I I a ■ - I- . . | . I I ■ a 1 

» ■ I 1 - - aia I a a a a • I a a a • I a » a a I a a a la a a 

.336 PEPYKALRDLKEARGLLAKDLSVLALREGLGLPPGDDPMLLAYLLDPSNT 385 

■ ■ a . . 

344 YQEIK*. . - . QALLTAPALGLPDLTKPF. . ELFVDEKQGYAKGVLTQ 383 

I a • I I a • I a I a I a a a 

■ » I aa-taalaaalaaaa I a • I a . a a — 

386 TPEGVARRYGGEWTEEAGERAALSERLFANLWGRLEGEERLLWLYREVER 435 



■ 1 ' 

. ~ 43£ PLSA VL AHMEATG VRLD . VA YLR ALSLE V AEE I ARLEAE VFRLA . GHFFN 483 
433 VI L APHAVEALVK . . QPPDRWLSNARMTHY . QALLLDTDRV 470 

!::.. ::.!:.' ....!. '.! ' • • ' ' " • • : 

434 LNSRDQLERVLFDELGLPA I GKTEKTGKRSTSAA VLEALREAHP I VEK I L 533 

' 471 QFGPWALNPATLLPLPE. '. . . . EGLQHNCLDILAEAHG TRPDLTD 511 

!:.:.!...:!!!: . . ! i . : : i - « i . ! : s : 

. 534 QYRELTKLKSTY IDPLPDLIHPRTGRLHTRFNQTATATGRLSSSDPNLQN 533 

5 1 2 OPLPDA DHTWYTDGSSLL QEGQRKA6AA VTTETE V I WAKA 55 1 

!:..: :.:..:::.!! :::.{:..:.::::.. 

534 I P VRTPLGER I RR AF I AEEGWLL VALD YSQ I ELR VLAHLSGDENL I RVh Q 633 

552 LP AGTSAQRAEL I ALTQALKMAE GKKLNVYTD 5S3 

*.„:!.;: !:..::■■• :.:!. 

634 EGRDIHTETASWMFGVPREAVDPLMRRAAKTINFSVLYGMSAHRLSQELA 683 

584 SRYAFATAHIHG EIYRRRGL. . L 604 

.!.!!!. !!!!!. ! 

634 I PYEEAQAF I ER YFQSFPK VRAW I EKTLEESRRRG Y VETLF6RRR YVPDL 7.53 

605 TSEGKE I K.MKDE I LAL . . . . LKALFLPKRLS 1 1 HCPGH 638 

... i .:::.!:: : :.!:.!:.:. : 

734 EARVKSVREAAERMAFNMPVQGTAADLMKLAMVKLFPRLEEMGARMLLQV 783 

- 

639 QKGHSAEARGNRMADQAARKAAITET > 664 

• > ; i . . ! " ! . 

784 HDELVLEAPKERAEAVARLAKEVIiEGVYPLAVPLEVEVG I GEDWLSAKE 832 

$ dir * 



ma 



MAIL\> 



1 

61 
121 
181 
241 
301 
361 
421 
4S1 
541 
601 
661 



molvrt.pro = Murine MoLV.Rev. Transcriptase 
Sequence: MOLVRT.PRO Length: 664 

Listed -from position 1 to position 664 




TLNIEDEHRL 
IKQYPMSQEA 
RVEDIHPTVP 
GQLTWTRLPQ 
RALLQTLGNL 
REFLGTAGFC 
DLTKPFELFV 
KDAGKLTMGG 
ATLLPLPEEG 
TTETEVIWAK 
RGLLTSEGKE 
ITET 



HETSKEPDVS 
RLGIKPHIQR 
NPYNLLSGLP 
GFKNSPTLFD 
GYRASAKKAE! 
RLWIPGFAEM 
DEKQGYAKGV 
PLVILAPHAV 
LQHNCLDILA 
ALPAGTSAQR 
IKNKDEILAL 



LGSTWLSDFP 

LLDQGILVPC 

PSHQWYTVLD 

EALHRDLADF 

ICQKQVKYLG 

AAPLYPLTKT 

LTDKLGPWRR 

■EALVKQPPDR 

EAHGTRPDLT 

AELIALTQAL 

LKALFLPKRL 



DAWAETGGMG 
QSPWNTPLLP 
LKDAFFCLRL 
RIQHPDLILL 
YLLKEGQRWL 
GTLFNWGPDQ 
PVAYLSKKLD 
WLSNARMTHY 
DQPLPDADHT 
KMAEGKKLNV 
GIIHCPGHQK 



nts 2598-4589^1^ 



LAVRQAPLII 
VKKPGTNDYR 
HPTSQPLFAF 
QYVDDLLLAA 
TEARKETVMG 
QKAYQEIKQA 
PVAAGWPPCL 
QALLLDTDRV 
WYTDGSSLLQ 
YTDSRYAFAT 
GHSAEARGNR 



PLKATSTPVS^^E^i 

PVQDLRE^NK^K 

EWRDPEMGIS ■: "Av ' 

TSELDCQQGT 

QPTPKTPRQL 

LLTAPALGLP 

RMVAAIAVLT 

QFGFWALNP 

EGQRKAGAAV 

AHIHGEIYRR 

MADQAARKAA 



Comments 

Translated from -file MQLV.SEQ on 20~Jun-90 at 01:03 PM 
Edited on 20-Jun-90 

File written by program SEQ an 20-Jun-90 at 01:33 PM 
SEQ command: sta 



ROUTINE TO CALCULATE SEQUENCE COMPOSITION 
Do you want to use the whole sequence ? y 



molvrt.pro = Murine MoLV Rev. Transcriptase nts 259S-45G9 
Sequence: MOLVRT.PRO Length: 664 amino acids. 

Searched -from position 1 to position 664 
Total # amino acids searched: 664 



SEQ command: 

^ISOELECTRIC of: mcl vr tpro . uw Check: 5951 from: 1 to: 664 January 6, 1992 11:4 

molvrt.pro = Murine MoLV Rev. Transcriptase nts 2598-4S89 

Translated from file MOLV. SEQ on 20-Jun-90 at PM _ 
Edited on 20-Jun--90 

File written by program SEQ on 20-Jun~90 at 01:33 PM 

Amino Acid Number of 

Resi dues 



Arginine 3£ 

Lysine 4 0 
Histidine 

Tyrosine u 

Cysteine q 

Glutamic Acid 35 

Aspartic Acid 34 



r h 

$ TY TAQECO. RAN 

GAP-.bf :.r 6tacjp.olpr-o.Uw afleck: 7^03 .-from: .1 to: 832 \ * 

to: Ecopolapro. Uw check: 3547 -from: 1 to: 928 

DNA-directed DNA polymerase I (EC 2.7-7-7) - Escherichia coli 
CjSpecies: Escherichia coli 
C; Access! on: A00718 

R; Joyce, CM.. Kelley, W-S., and Grindley, N.D.F. 

J. Biol - Chem. 257, 1958-1964, 1982 (Strain K12, sequence translated -from the 
nucleotide sequence) . . . 

Symbol comparison table: Gencoredi sk : CGcgcore. Data. RundataHNwsgappep . Cmp 
CompCheck: 1254 

Gap Weight: 3.000 Average Match: 0.540 

Length Weight: 0.100 Average Mismatch: -0.396 

Quality: 609.1 Length: 938 

Ratio: 0.732 Gaps: 17 

Percent Similarity: 62.165 Percent Identity: 42.579 

Average quality based on 10 randomizations: 277.0 +/- 5.7 

6taqpolpro. Uw x Ecapolapro.Uw January 6, 1992 14:22 

1 MRGMLPLFEPK6RVLLVDGHHLAYRTFHALKGLTTSRGEPVQAVYG. . . F 47 

I » . I ..till 11.11. Ill III I. II • 

I a « . a - I I I 1 ■ ll».ll...ll>l I I I ■ . I • I I • 

1 ... MVQI . . PQNPL I LVDGSSYLYRAYMAFPPLTNSAGEPTGAM YGVLNM 45 

■ n n ■ • 

45 AKSLLKALKEDGDAVI VVFDAKAPSFRMEAYGGYKAGRAPTPEDFPRQLA 97 

■ t I ■ I I ft lit la II I II I.I I. la I. 

■ I I • a a ■ 1 . a .1 111 11 la. .11.1 *. II. I.) lata. I.. 

46 LRSL I MQYKPTHAA . . VVFDAKGKTFRDELFEHYK8HRPPMPDDLRAQIE 93 

■ . . . > 

98 LI KELVDLLGLARLEVPGYEADD VLASL AKKAEKEGYEVR I LTADKDLYQ 1 47 

• .1 .11. I I 1 I I i I I . . 1 I » III I I I I. III. I 

....I. .11. I.t.t l||lt...ll**I1l.l .1 I I. III. I 

94 PLHAMVKAMGLPLLAVSGVEADDVI6TLAREAEKAGRPVLISTGDKDMAQ 143 
148 LLSDR I HVLHP . EGYL I TPAWLWEKYGLRPDQWADYRALTGDESDNLPGV 1 96 

1. I ... an I . .111. I. I. II II III. Ill 

I .... I a * a ■ ... ...I. . alll.nl. I. II I t • I t I » I I I 

144 L VTPN I TL I NTMTWT I LGPEE V VNKYGVPPEL 1 1 DFL ALMGDSSDN I PGV 193 
197 KGIGEKTARKLLEEWGSLEALLKNLDRLKP A I REK I L AHMDDL 239 

I a I I I I 1 I I « » « t . I » I mama m la mm 

. I . I I I I I • lla.. Ial.nl. it ■ a . ■ ■ . .1. .... 

194 PGVGEKT AQ ALLQGLGGLDTL YAEPEK I AGLSFRGAKTMAAKLEQIMKEVA 243 
240 KLSWDLAKVRTDLPLEVDFAK. . RREPDRERLRAFLERLEF 278 

I I . . I I .alia II. .1 I I aaa a II 

llM.ll.a.ll.alla.a. . . I . I la... .alt 

244 YLSYQLAT I KTDVELELTCEQLEVQQPAAEELLGLFKKYEFKRWT ADVE A 293 

. ■> • • > 

279 - GSLLHEFGLLESP 291 

■ ii i 

. a . I • t .1 . . 

294 GKWLQAKG AKPAAKPOETS VADEAPEVTATV I SYDNYVT I LDEETLKAW I 343 
292 KALEEAP. . '. WPPPEGAFVGFVLSRKEPMWADL.LALA A 326 

1111 ■ ..llaa II I a a a I I 

lt.lt " • . • . a t I » . • II t ■ . ■ ■ M I 1 

344 AKLEKAF'VFAFDTETDSLDNISANLVGLSFA. IEPGVAAYIPVAHDYLDA 392 

a * a • • 

327 ARGGRVHRAPEPYKAL RDLKEARGLLAK- . . DLSVLALRE 363 

i i i i . i •!!!!*!! ■!■*!■ 

m a . alt I a I • I ..II ■ 1 I ■ t I a • I . . . I ■ * 

393 PDQ I SRER ALELLKPLLEDEKALKVGQNLKYDRG I LANYG IELRG I AFDT 442 



r 



364 GLG ^PPGBDPMLLA^PSNrrP^KK,^. • _ _ 

44V MLESY ILNSVAGRHDMOSLAERWLKHKT I TFEEI AGKGKNQLTFNQ I ALE 4,2 
4 S1 EAG. . . . ERAALSERLFANLWGRLEGEERLLWLYREVERPLSAVLAHMEA 44 6 
4 ,3 EAGRYAAEDADVTLOUHLKMWPDLGKHKGPLNVFENIEMPLVPVLSRIER 542 
447 TGyRLDVAYLRALBLEVAEEIARLEAEVFRLAGHPFNLNSRDDLERyLFD «96 
543 MGVKIDPKVLHNHSEELTLRLAELEKKAHEIAGEEFNLSSTK0LQTILFE 592 
497 E L GUPA I GKkKTGKR S T S AAV L EAUREAHPWEKI L? YRE L TK L K S TYX 546 
5,, KOGIKPLKKT. PGGAPSTSEEVLEELALDYPLP^'VILEYRGLAKLKSTYT .4! 
^rORLPBLZHPRTGRUHTRFHaTATATGRLskBPH^MZPYRTPUGORIRR 5,6 
^ r>KL PLMINPKTGRVHTSYHGAVTATGRLSSTDF'NLQNIPVRNEEGRRIRC! 691 
5,7 .FIAEEG WL L V A LD YSO ; ELRV L AH L SG„E NL r R VF 0E GRB ; HTE-rA 3W » ,4. 

49 , AFT APFDY V I VSADYSQ I EL-R I MAHLSRDI'-GLLTAF AEGKD I HRATAAEV 741 
647 FGVPREAVDPLMRRAAKTINFGVLYGM3AHRLSC3ELAIPYEEAQAFIERY ^ 
7 ,, £ P JrOTSEORRSAKAlNFGLiYGMSAFGLARQLN.PRKEAOKYHDLY 7,! 



-rib::*-- 



/ . . ( . '" : C3 K : C '-J * v *i 



TY MOLVBSA. RAN ; 
GAP^o-f:. Molvrtpro-Uw ^ check: 5951 -from: 1 . to: 664 

; molvrt. pro. = Murine MoLV Rev- Transcriptase nts 2598-4589 
; Translated from -file MOLV.SEQ on 20-Jun-90 at 01:03 PM 
? Edited on 20-Jun-90 

? File written by program SEQ on 20-Jun-90 at 01:33 PM 

to: Bsaprepro.Uw check: 7462 -from: 1 to: 606 

; Serum albumin precursor - Bovine 

? Alternate names: preproal bumi n 

? Species: Bos primigenius taurus (cattle) 

5 Accession: A03232 

; MacGi 1 1 i vray , R.T-A., Chung, D.W., and Davie, E.W- — Eur- J- Biochem. 

; 98, 477-485, 1979 (Sequence of residues 1-32 with experimental details) 

Symbol comparison table: Gencaredisk: CGcgcore. Data- RundataDNwsgappep. Cmp 
CompCheck: 1254 

Gap Weight: 3.000 Average Match: 0.540 

Length Weight: 0-100 Average .Mismatch: -0.396 

Quality: 193.9 Length: 699 

Ratio: 0.320 Gaps: 17 

Percent Similarity: 40-306 Percent Identity: 17.513 

Average' quality based on 10 randomizations: 180.5 +/- 3-1 

!lol vrtpra.Uw x Bsaprepro.Uw January 6, 1992 14:05 

1 TLNIEDEHRLHETSKEPDVSLGSTW 25 

I I It. « a I el 

1 . 1 all... . . 1 • Ml. . 

1 MKWVTF I SLLLLFSSAYSRG VFRRDTHKSE I AHRFKDLGEEHFKGLVL I A 50 

«J ft B . M 

26 LSDFPQAWAETGGMGLAVRQAPLI I PLK ATSTP VS I KO YPMSQE ARLG I K 75 

• I ■ n I It. a I a a « I a I 

• I.N I I u I ■ . . I ... ... ■ M...I.. I.. 

51 FSQYLQ QCPFDEHVKLVNELTEFAKTCVADESHAGCE S7 

. ■ « . M 

76 PH I QRLLDQG I LVPCQSPWNTPLLPVKKPGTNDYRPVQDLREVNKRVED I 125 

■ R I ■ ■ . . I 1 ■ . I ... ... I. 

. • . I ■ . . • 1 » ■ w » 1 -mm I ..,.*••* u . . . ■ . .1. 

88 KSLHTLF6DE. LCKVASLRETYGDMADCCEKEQPERNECFLSHKDDSPDL 136 

. . . . . 

1 26 HPT VPNPYNLLSGLPPSHQW YTVLDLKD AFFCLRLHPTSQPLF AFEWRDP 175 

I. II... ■ a I . a » I 1 

.. t.l. I ... ....... .. I . . . . ■ I . I 

137 PKLKPDPNTLCDEFKADEKKF WGKYLYE I ARRHP 170 

176 EMGISGQLTWTRLPQGFKNSPTLFDEALHRDLADFRIQHPDLILLQYVDD 225 

• ■ I . I ■ M ■ . I I ■ ■ 

• I .....I.... . .....tl.... 

171 YFYAPELLYANKYNGVFQECC QAEDK6ACLLPKZET 206 

■ . • . • 

226 LLLAATSELDCQQGTRALLQTLGNLGYRASAKKAQICQKQVKYLGYLLKE 275 

• I lal.lB.al I a • I I I * 

• .B.. I V |«|..1*...I.M I ... I I ■ I ... 

207 MREK VLTSS ARQRLRCAS I QKFGER ALKAWS . VARLSQKFPKAEF VE VTK 255 
276 GQRWLTEARKETVMGQPTPKTPRQLREFLGTAGFCRLWIPGFAEMAAPLY 325 

II all la I ■ I « a ■ m I a ■ 

ltaa.lt*. I* 1 • I s a a a • t a a a a mm a 

256 LVTDLTKVHKECCH6D LLECADDRADLAK. YICBBZBTISSKL 297 

a B a * * 

326 PLTKTGTLFNWGPDQQK A YQE I KQ ALLT APALGLPDLTKPFELF VDEKQG 375 

I I a a a m la a a a a ' a ■ I a a 

m alaa.la.aaa a a a a . mm la* • a . a a a a a a a a a I a a 

298 KTECKOPHL L EKSHC T AF VEKD A I PEDLPPLT ADF AE DKDVCKNYQEAKO A 347 



GAP" o-f : Mai vrtpro. Uw check: 5951 -from: 1 to: 664 

5 molvrt.pro = Marine MoLV Rev. Transcriptase nts 2598-4589 
; Translated -from -file MOLV. SEQ on 20-Jun-90 at 01:03 PM 
; Edited on 20~Jun~90 

File written by program SEQ on 20-Jun~90 at 01:33 PM 

to: Ecbgalpro.Uw check: 7369 from: ■ 1 to: 1023 

; beta-Galactosidase (EC 3-2-1.23) - Escherichia col i 
; Species: Escherichia coli 
; Accession : A00393 

; Kalnins, A., Otto, K- , Ruther, U. , and Mul 1 er-Hi 1 1 , B. — EMBO J- 2 5 593-597, 
; 19S3 

5 Reference number: A90981 

Symbol comparison table: Gencoredisk: CGcgcare. Data. RundataHNwsgappep . Cmp 
Comp Check: 1254 

Gap Weight: 3-000 Average Match: 0-540 

Length Weight: 0.100 Average Mismatch: -0.396 

Quality: 217.5 Length: 1031 

Ratio: 0.328 Gaps: 29 

Percent Similarity: 44.055 Percent Identity: 17.683 

Average quality based an 10 randomizations: 213.9 + /- 4.3 

Mol vrtpro. Uw >: Ecbgal pro . Uw January 6, 1992 14:12 

« . . ■ * 

1 TLN I EDEHRLHETSKEPDV . - SLGST WLSDFPQAW AETGG 38 

la • n I t ■ ■ .alula • I a a a 

slaa aul I ■ m ..a aaat n I « ulna. 

1 TM I TDSLA WLQRRDWENPG VTQLNRL A AHPPF ASWRNSE . . EARTDRPS 43 
39 MGLAVRQAPLI IPLKATSTPV. . S IKQYPMSQEARLG I KPHIQ . RLLDQG 85 

t a • a u a a al I «... a a .1. I 

at .... . u . .a-.at t ...a. --a ...... I a .1.. 

49 QQLRSLNGEWRFAWFPAPEAVPESWLECDLPEADTVVVPSNWQMHGYDAP 98 

a *• . a . 

86 I L . . VPCQSPWNTPLLP VKKPGT ND YRP 111 

It. i lull I ■ ■ 

I . I... .I.l..l...l«t» a a a a 

99 I YTNVT YP I T VNPPF VPTENPTGCYSLTFNVDESWLQEGQTR 1 1 FDGVIMS 148 
112 VQDLREVNKRVE. DIHPTVPNPYNLLSGLPPSHQWYTVLDLK 152 

I. a.l.a ■ i n.l I ■ • u I - I a 

149 AFHLWCNGRWVGYGQDSRLPSEFDLSAFLRAGENRLAVMVLRWSDGSYLE 198 

m - - - • 

153 DAFFCLRLHPTSQPLFAFEWRD PEMGISG 181 

a. I- I.I . I a a . I 

■ a. ■ a • I a .1 n a ) . I a . a « I 

199 DQDMWRMSG I FRD VSLLHKPTTQ I SDFHV ATRFNDDFSRAVLE AEVQMCG 248 
182 QL.TWTRLPQGFKNSPTLFDEA. - . LHRDLADFRIGHPDL ILLQYVDDLL 227 

■ ) ■ I ■ .a a I a m .all a I a I . • 

at mm I ■ a aaaaaat ■ • . a - mm 1 I aaat a la. -. 

249 ELRDYLRVTVSLWQGETQVASGTAPFGGEI IDERGGYADRVTLRL. . NVE 296 
228 L AATSELDCQQGTRALLQTLGNLGYRAS AKKAQ I CQKQ VKYL . GYLLKEG 276 

■ m tlaaa I t a a a • I a !!!"! 

a aa a. a. I I a ■ • . • I ala ■ a a a • . I a a I a I I a I 

297 NPKLWS AE I PNLYRA WELHT ADGTL I E AE ACD VGFRE VR I ENGLLLLNG 346 

a a a a a 

277 QRWLTE A RKET VMGQP . TPKTPRQLREFLGTAGFCRLW I PGFAEMA 32 1 

ala all II a a I a a a a a 

• ■•la • a a a • II* ■> a a I I •• a a I a • • a .a a 



CATQE I KQALLTAPALGLPDLTKPFELFVDETCQ 



326 PLTKTGTLFNWGPDQQKATQE I KQALLTAPALSLPDLTKPFELFVDEKQG 375, 

■ ■ I turn h m ' j'« ««»■*,' ■ ' a . I ■ a 

298 KECKDPCLLEKSHCIAEVEKDAIPEDLPPLTADFAEDKpVCKNYQEAKDA 347 

■ . ■ ■ • a 

376 YAKGVLTQKLGPWRRPVA YLBKKLDPVAAGWPPCLRMV AA I A VLTKDAGK 425 

■ ■1 .11 I I ■ I • a a I I II 

a a a I mm . 1 I a . a ) a 1 aal a a a a - I a. I 1 • a a a 

348 FLGSFI YEYSRRHPEYAVSVLLRLAKEYEATLEECCA KDDPH 389 

m m a a ■ 

426 LTMGQPLV I L APH A VE A . . LVKQPPDRWLSNARMTHYQALLLDTDRVDFG 473 

a I la tall la m I I a a I 

a a aa I a a la fall ■ I a ■ a a ■ allaa at 

390 AC YTSVFDKLKHLVDEPQNL I KQNCDQFEKLGE YGFQNAL I VRYTR 435 

474 P V V ALNP ATLLPLPEEGLQHNCLD I L AEAHGTRPDLTDQPLPDADHTW YT 523 

I a allaa a 1 a ■ a lata I > a 

ala»aaaall.Man vat- a a a a I a I w a I a a a aaa 

436 KVPQVSTPTL.VEVS RSLGK VGTRCCTKPESERMPCTEDYLSL I L 479 

524 DGSSLLQEGQRKAG AAVTTETEV I WAKALP AGTS AQRAEL I ALTQALKMA 573 

analal II I a I a . I I I 

a a • f . 1 a I a a I alaaaa a * > a a I t I a 

430 MRLCVLHE KTPVESKVTKCCTESLVNRRPCFSALTP D 516 

574 EGKKLNVYTDSRYAFATAHIHGEI YRRRGLLTSEGKEIKNKDEILALLKA 623 

I as o I laala I a 1 a I I natll 

la » a a a » a aal laala taaa.tallaaaaaa.il I 

517 ETY VPK AFDEKLFTF . . „ a -HADIC TLPDTEKQ IKKQTALVELLKH 557 

624 LFLPKRLS I I HCPGH QKGHS AE ARGNRM ADQ A ARK A A I TET . . . 664 

a a aa at I a a a alaaaa lal 

aa a a aa alw a I a a » a a al a a • a aa lal 

55S KPKATEEQLKTVMENFVAFVDKCCAADDKEACFAVEGPKLVVSTQTALA 606 



Al igning 



Gaps: 29 

Qual i ty: 217.5 

Quality Ratio: 0-328 

■/. Similarity: 44.055 

Length: 1031 



Randomized alignment Quality 

1 223.5 

2 210.2 

3 216.4 

4 211. 1 

5 208.6 

6 214.9 

7 216.8 

8 212.9 

9 211.5 
10 213.2 



Average quality based on 10 randomizations: 213.9 +/- 4.3 



ff^tiP . TPKTPRQLREFLGTAGFCRLW I P Jfc 



277 QRWLTEA. . . .RKETVWJEP. TPKTPRQLREFLGTAGFCRLW I P0WEM A 321 

1 *. ', .' • < ] • " .* " ■ .'It ' I ""*'.* I ' ,■.•„.**. , 1 * ■ ■ ' a m ' a 

• ' , a ■ I a . • - . " I I a •mum I ***,-. •*-■'-,* a.al.'.a.a a ■ a 

347 . KPLL I RGVNRHEHHPLHGQVMDEQTrtVQD I LLMKQNNFN AVRCSHYPN ; H 395 
322 APLYPLTKTGTLFNWGPDQQKAYQEIKQALLTAPALGLPDLTKPFELFVD 371 

■ ■II la* a J 1 a I I a . I ■ 

■ a t ■ I . . a I a ■ a a a a a a a a I I • ■ ■ I I a ■ a . a a a a I • 

396 PLWYTLCDRYGLYWDEANIETHGMVPMNRLTDDPRWLPAMSERVTRMVQ 445 
372 EKQGYAKGVLTQKLGPWRRPVAY. . . LSKKLDPVAAGWPPCLRMVA. ... 414 

• . I . II I lea I.m.I ■ 

■ ..a. ala. all . ..I I aaw.ala.aala a mm 

446 RDRNHP.SVI I WSLGNE3GHGANHDALYRWIKSVDPSRPVQYEGGGADTT 494 
415 A I AVLTKDAGKLTMGQPLV I LAPHA VEAL VKQPPDRWL 452 

I mm ... .11. a a. 1 a it 

1 a a a a a . .... .11.. . . a ..a ... I. a a 

49B ATD I I CPMY ARVDEDQPFP A VPKWS I KKWLSLPGETRPL I LCE Y AH AMGN 544 

m u m m m 

453 SNARMTHYQALLLDTDRVQFGPWALNPATLLPLPEEGL 491 

I ti a ! no I • I I I ■ la lal 

t ■ n..l ■ M • alal I I wa.lnaaal.l 

545 SLGGFAKYWQAFRQYPRLQGGFVWDWVDBSLIKYDENGNPWSAYGGDFGD 594 

a a ■ a » 

492 QHNCLD I LAEAHGT . RPDLTDQPLPD - - $ . . . . . ADHTW 52 1 

al.alll.lll. a u. 

aw laa la la I a I ■ I I a a a a a a M a <• 

595 TPNDRQFCMNGLVFADRTPHPALTEAKHQQQFFQFRLSGQT I EVTSEYLF 644 

■ a a a a 

522 YTDGSSLLQ EGQRKAGAAVTTE TEVI W AK ALP AGTSAQR - 560 

a III a I ' I a a I a a a I II II 

■ aaalta alaa "Ida. la a a ■ a 1 aaltaaallaa 

645 RHSDNELLHWMVALDGKPLASGEVPLDVAPQGKQLIELPELFQPESAGQL 694 
561 AEL I ALTQALKMAEGKKLN V YTDSR 585 

lal la. all a a la 

ta la I a a a a 1 I a a a a a a a I a 

695 WLT VR V VQPNAT AWSEAGH I SAWQQWRL AENLSVTLPAASH A I PHLTTSE 744 
536 . . YAFATAHIHGEIYRRRGLLTSEGKEIKNKDEILALLKALFLPKRLSI I 633 

ua a a a a a I lal l.l.al I. I I 

745 MDFCIELGNKRWQFNRQSGFLS. . QMW IGDKKQLLTPLRDQFTRAPLDND 792 
634 HCPGHQKGHSAEARGNR. . MADQAARKAA ITET 664 

a ■ a I a ■ I laa lias 

a a a a a a a. at. awl laa a alia aa 

793 I GVSE ATR I DPN AWVERWK A AGHYQAE A ALLG1CT ADTLAD AVL I TT AH AW 842 



rTY W.HOSB.RAN ^^ ^T ^^-"j^*. 

-GAP -o-f i ' Mo'i vr tpro . Uw check :W?51 . -from: 1 , to. 664. . . W. .... ; , 

molvrtipro = Murine MbLV Rev. Transcriptase nt s 2598-4589 
Translated -from -file MOLV.SEQ on 20-Jun-90 at 01.0- FM 
; Edited on 20-Jun-90 dm 
; File written by program SEQ on 20-Jun-90 at 01. PM 

to: Pthosbpro.Uw check: 1008 -from: 1 to: 843 - /plfo^^^ JL 

; Glycogen phosphoryl ase (EC 2.4.1.1) - Rabbit ^ (?f fc3>. 

; Species: Oryctolagus cuniculus (domestic rabbit) -^-ss. 

; Accession: A24302 rrrpc; i o-n- -?04 ^83-287 

; Nakano, K. , Hwang, P.K., and Fletterick, R.J. —FEES Lett. -b. 

■ wfii, (^P'auence translated -from the mRNA sequence) 

I Titte: Co^ete cSNA sequence -For rabbit muscle glycogen phosphoryl ase. 

Symbol comparison table: Gencoredi sk : CGcgcore. Data. RundatalNwsgappep . Cmp 
CompCheck: 1254 

Gap Weight: 3.000 Average Match: 0.540 

Length Weight: 0.100 Average Mismatch: -0.^96 

Duality: 209.7' Length: 871 

Ratio: 0.316 Gaps: ~-4 

Percent Similarity: 43.396 Percent Identity: 16.667 

Average quality based on 10 randomizations: 210.8 +/- 5.V 
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] TL.NIE 5 

II l - 

51 DYYFALAHTVRDHLVGRW IRTQQHYYEKDPKRIYYLSLEFYMGRTLDNTM 100 

6 DEHRLHETSKEP. . DVSLGSTWLSDFPSA'WAETGGMGLAVRQAPL I IPL.K 53 
! • ■ ■ : : : : : : . !.::.:. ! : ! • ! ! : ■'<•'■ • '• 
1 0 1 VNLALENACDEATYQLGLDMEELEE I EED . AGL6NGGL6RLAACFLDSM . 1 48 

54 ATSTPVSIKQYPMSQEARLSI-. . KPHIQRLLDQ. GILVPCQSPWNTPLL 99 
... j . : : j ! i •.:::::::.:..!!:.: 

149 . ATLGLAAYGYGIRYEFGIFNQKICGGWQMEEADDWLRYGNPWEKARP 195 

100 PVKKPGTNDYRPVQDLREVNKRVE DIHPTVPNPYNL. 135 

I a t I* • till I • • • 1 • I » • 1 

196 EFTLP . VHF YGR VEHTSQG AKWVDTQ WL AMPYDTPVPG YRNN WNTMRL 244 
136 LSGLPPSHQWYTVLDLKDAFFCLRLHPTSQPLFAFEWRDPEMGISGQLTW 185 
245 WS AK APNDFNLKDFNVGG Y I Q A VLDRNL AEN I SR VL YPNDNFFEGKEL . . 292 
186 TRLPQGFKNSPTLFDEALHR. DLADFRIQHPDLILLQYVDDLLLAATSEL 234 
293 . RLKQEYFWAATLQDI IRRFKSSKFGCR^ 341 
235 DCQQGTRALLQTLGNLGYRASAKKAQI CQKQVKYLGY . LLKEGDRWL.TEA 283 
342 HPSLAIPELMRVLVDLERLDWDKAWEVTVKTC^ 391 



v 284 RKET VMGQPTPKTPRQLREMB TA6FCRLW . ; ^k, 3 1 3 

* ■> i i • » ■ • • , . ■ ■ . . ■ ^aapV* i i . _ • ^^^^ - 

392 LLETLLPRHLQ I I YE I NQRFLNR VAAaVpGDVDRLRRMSLVEEGA VKR I N 441 

■ • • " ■ ■ . 

314 IPGFAEMAAF'LYPLTKTGTLFNWGPD. . QQKAYQEIKQA 350 

■ Its m 1 a a a a D I II 

■ I ■ t ■ a ... a I aaaaaala I.I. m . a a 

442 MAHLC I AGSHAVNGVAR IHSEILKKT I FKDF YELEPHKFQNKTNG I TPRR 49 1 
351 LLTAPALGLPDLT KPFELFVDEKQGYAKGVLTQKL 385 

* ■! I I a a . bp .11* a*. a. I I 

at... I t « a a a p ■ p alia p8p apt p t 

*92 WL VLCNPGLAE 1 1 AER I GEE Y I SDLDGLRKLLS YVDD . EAF I RDV AKVKQ 540 

■ . M . * • 

386 GPWRRPVAYLS KKLDP VA AGWPPCLRM VA A I AV 418 

■ a I I I lap p t I a - a 
aawattt. lappa a a I I a a a a a a 

541' ENKLKFAAYLEREYKVHINPNSLFDVQVKRIHEYKRDLLNCLHVITLYNF: 590 
4 1 9 LTKDAGKLTMGQPLV I LAPHAVEALVKQPPDRWLSNARMTHYQALLLDTD 468 

" a I a s I a ■ a a I a lata a . In 1 

• ataaalaHaaaaaal a I a a I . ■ a a mm a la a I 

591 I KKEPNKFWPRTVM I GG KAAPGYHMAKIi I IKLITAI . . . 6D 629 

a u a p n 

469 RVQFGPWALNPATLLPLPEEGLQHNCLDILAEAHGTRPDLTDQPLPDAD 513 

I a I 1 l a n 11 la III a t I a I m 

I » a 1 I I • a aa a a t a III » a I f a a I nana 

630 WNHDP WGDRLRV I FLENYRVSLAEKV I P AADLSEQ I STAGT 672 

519 HTWYTDGSSLLQEGQRKAGAAVTTETEV I WAKALP AGTSA 558 

la aanl I S u I a > a 

a a) a la. aaa n I a a la a a a a I a I • a a a a a a a a 

673 E ASGTGNMKFMLNG ALT I GTMDG AIMVEMAEEAGEENFF I FGMRVED VDRL 722 
559 QRAELIALTQALKMAE6KK. LNVYTDSRYAFATAHIHGEI YRRR 601 

■ a I, a a n I a a a aa ■ » a I 1 

■ a a • 1 a aaplpaaaaaaanp pan al w I 

723 DQRGYNAQEYYDRIPELRQI IEQLSSGFFSPKQPDLFKDI VMMLMHHDRF 772 

a a h a a 

602 GLLTSEGKE I KNKDE I L ALLK ALFLPKRLS 1 1 HCPGHQKGHS AE A 646 

■ a * . I a a I I t I a I a a II I 

■ ana u ■ al aa m I I a I • • I a I a ■ a a at la I 

773 KVFADYEEYVKCQERVSALYKNPREWTRMVIRNIATSGKFSSDRTIAQYA 822 
647 RGIMRMADQAARKAAITET. . . 664 

la a a Z a a aa a aaa 

823 REIWGVEPSRQRLPAPDEKIP 843 



AI i gni ng 



Gaps: 17 

Quality: 609.1 

Quality Ratio: 0.732 

7. Similarity: 62.165 

Length: 938 

Randomized alignment Quality 

1 283.2 

2 .272.2 

3 277.9 

4 275.8 

5 280.7 

6 279. 1 

7 282.7 

8 268.3 
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